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ABSTRACT

Population genetic and human genetic studies are being accelerated with genome
technology and data sharing. Accordingly, in the past 10 years, several countries have
initiated genetic research using genome technology and identified the genetic architecture
of the ethnic groups living in the corresponding country or suggested the genetic
foundation of a social phenomenon. Genetic research has been conducted from
epidemiological studies that previously described the health or disease conditions in
defined population. This perspective summarizes national genome projects conducted in

the past 10 years and introduces case studies to utilize genomic data in genetic research.
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Low frequency 0.1-5% GWAS; resequencing; Various by ancestry
variant exome array; WES; WGS  background

Private variant <0.1% WES; WGS Differ by individual
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